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OM nucleic - nucleic search, using sw model 

Run on: July 15, 2008, 17:58:23 ; Search time 15168 Seconds 

(without alignments) 
11333.508 Million cell updates/sec 

Title: US-1 0- 72 0- 1 7 7-1 

Perfect score: 2100 

Sequence: 1 cacaaaatccggcgaatcca ttgggattaagtgcctgcag 2100 

/ 

Scoring table: IDENTITYJUC \^»— 

Gapop 10.0 , Gapext 1.0 v ^™™™™™» 

Searched: 9588671 seqs, 40929980300 residues 

Total number of hits satisfying chosen parameters: 19177342 

Minimum DB seq length: 0 
Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 
Maximum Match 1001 
Listing first 45 summaries 



Database : 



GenEmbl:* 




gb_pat : * 
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gb_pl:* 
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gb_ro : * 


7 


gb_sts : * 


8 


gb_sy:* 


9 


gb_un:* 


1C 
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Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 
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ALIGNMENTS 



RESULT 1 
CQ817719 

LOCUS CQ817719 2100 bp DNA linear PAT 07-JUN-2004 

DEFINITION Sequence 1 from Patent EP1424397. 

ACCESSION CQ817719 

VERSION CQ817719.1 61:48426722 

KEYWORDS 

SOURCE Brevibacterium flavum 



Qy 1981 CTGCMAGMCGAGTGTGACCGGTAGCITIATGGTCTGMCAATTCGMGGAGATTAATC 2040 

IIIIIIIIIIIIIIIMIimillllllllllllMMIIIIIIIIIIIIIIIIIIIII 

Db 1981 CTGCMAGMCGAGTGTGACCGGTAGCTTTATGGTCTGAACAATTCGAAGGAGATTAATC 2040 

Qy 2041 GGTGMAAAGMGCTTATGTIGCCITIGATTGTTGCAGCTTTGGGATTMGTGCCTGCAG 2100 

IIIIIIIIIIIIIIIIIIIMIIIIIIIIIIllllillllllllllllllllllllllll 
Db 2041 GGTGMAAAGAAGCTTATGTTGCCTTTGATTGTTGCAGCTTTGGGATTAAGTGCCTGCAG 2100 



Qy 61 TCGGCCCGGCTGCACCGTCACGCTTCGAGAAATAGAAATAGCGCTTGTCGACGCCACCC- 119 

IIIIIIIIIIIIIIIIIMimiMllllill MMIIMMMMIIMIIMM 
Db 28439 TCGGCCCGGCTGCACCGTCACGCITCGAGAAATTGAAATAGCGCTTGTCGACGCCACCCT 28380 

Qy 120 CACTCTCMCGGCAGCCGCCAGCGCGTGGCATCAGCCCAGGATTTATTAGGA 171 

I II lllllllllllllllllllllllllllllllllll 
Db 28379 CAACGGCAGCCGCCAGCGAGCCTGTGCCAGCGCGTGGCATCAGCCCAGGATTTATTAGGA 28320 



RESULT 3 

BA000036_26/c 

WPCOMMENT 

Sequence split into 33 fragments LOCUS BA000036 Accession BA000036 
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27 of 33) of BA00 


0036 from 



glutamicum ATCC 13032 DNA, complete genome. 5/2007) 



Query Match 95.41; Score 2004.4; DB 14; Length 110000; 

Best Local Similarity 97.61; Pred. No. 0; 

Matches 2059; Conservative 0; Mismatches 41; Indels 10; Gaps 2; 



Qy 1 CACAAAATCCGGCGAAICCACCGAAA1CGTCTTCATCTTTGGCTTGATCAAATGCCTCAT 60 

IIIIIIIIIIIIMIMIINIIIIMIIIIIIIIMMIIIIIIIIIIIIIIIIIIIII 

Db 28499 CACAAAATCCGGCGAAICCACCGAAAICGTCTICATCTTTGGCTTGATCAAATGCCTCAT 28440 



Qy 172 CCGGCGATATAGGTAATGGAGTGGCACCCCTGATCCACCAAATGCACCACAGCCTTCGCC 231 

IIIIIIIIIIIIIIIIMM IIIIIIIIIMIIIIIIilllllllllllllllll I 

Qy 232 GTACCGTCGTAGTTATCCACCATCACGCTGGGAATACCTTGCACTTCACGGCTCATTAAT 291 

IIIIIIIIIIIIMMIimilllllllllMIMIIMIIIIIIIIIIIIIIIIII 

Db 28259 GCACCGTCGTAGTTATCCACCATCACGCTGGGAATACCTTGCACTTCACGGCTCATTAA1 28200 

Qy 292 ACAGTGGGAATTTCCCGCGCGACTTTGTGGATCTCACCAGAATCCATCCTTGAAGCAGCG 351 

IIIIIIIIIIIIIIIIIMIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 

Db 28199 ACAGTGGGAATTTCCCGCGCGACTTTGTGGATCTCACCAGAATCCATCCTTGAAGCAGCG 28140 
Qy 352 AGCAATAAGCCATCGGCGTGGGGGACGATCTTGTCCAGCACCTCCCTGGACTTAATCGCC 411 

IIIIIIIIIIIIIMIIIIINIINIIllllMIIIIIIMIIIIIIIIIIIIIIIIII 

Db 28139 AGCAA1AAGCCATCGGCGTGGGGGACGATCTTGTCCAGCACCTCCCTGGACTTAATCGCC 28080 
Qy 412 GACTCCCGGGCGTCGACAAGCGCAACCGTATAGCCCTGAGTGCTTGCGGCATGCTGCGCG 471 

IIIIIIIIIIIIIIIIIIIIMMMIIIIIIIMIIIIIMIIIIIIII MINIMI 

Db 28079 GACTCCCGGGCGTCGACAAGCGCAACCGTATAGCCCTGAGTGCTTGCGGCGTGCTGCGCG 28020 

Qy 472 CCCTGGAAAATTTCCAAGAAGAAGGGAITCGATGCATCGGTGGCAACCAIAGCGATGATA 531 

II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 MIMM 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 
Db 28019 CCCCGGAAAATTTCCAAGAAGAAGGGATTCGACGCATCGGCGGCAACCA1AGCGATGAGG 27960 

Qy 532 CCGGTGTTTTGGCGCIGAAAAGCCTGAGTTTCCACACGCGTTGCGGATTTTCTCCGCAGT 591 

IIMMMMMMMMMMMMIIIIIMMMMMMMMMIIMMIIMI 

Db 27959 CCGGTGTTTTGGCGCTGAAAAGCCTGAGTTTCCACACGCGTTGCGGATTTTCTCCGCAGT 27900 

Qy 592 GGAAAAACTCACTCGCCCAGGCTGCGAAAACGCCCGCGACACAGTGGAAGGGGAGACGCC 651 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 27899 GGAAAAACTCACTCGCCCAGGCTGCGAAAACGCCCGCGACACAGTGGAAGGGGAGACGCC 27840 

Qy 652 AGCGACTTTTGCGACATCATAAATGGTGGCTTTTGAGTCGCTGTG-GCCCCAGAATCTGT 710 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 27839 AGCGACTTTTGCGACATCAIAAATGGTGGCTTTTGAGTCGCTGTGAGCCCCAGAATCTGT 27780 

Qy 711 CATGCACAAGAGTATATAGCGCAAAAGAAATCACTAGTCTTGATTCTATGTTGACGATGC 770 

IIMMMMMMMMMMIIMIIIIIMMMMMMMMMIIMMIIMI 

Db 27779 CATGCACAAGAGTATATAGCGCAAAAGAAATCACTAGICITGATTCTATGT1GACGA1GC 27720 

Qy 771 CGATACCCGAGTACCTGCACGAAATTTTAGATGATGTCCGCGACACCACCTCCGGCGAGT 830 

I 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 
Db 27719 CGATACCCGAGTACCTGCACGAAATTTTAGATGATGTCCGCGACACCACCTCCGGCGAGT 27660 

Qy 831 TGGCCGATTACATCCCGGAACTAAAATCTGCCGACCCAAACCCGCTGGCAGTAGCCCTGT 890 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 27659 TGGCCGATTACATCCCGGAACTAAAATCTGCGGACCCAAACCCGCTGGCAGTAGCCCIGT 27600 



Qy 891 GCACCGTTMCGGACACATC1ACAGCGCAGGCGATGACGACATCGMTTCACCATGCAM 950 

iiiiiiiiiiiiiiiiiiimiiiiiiiiiiiiiMMiiiiiiiiiiiiiiiiiiiii 

Db 27599 GCACCGTTAACGGACACATCTACAGCGCAGGCGATGACGACATCGMTTCACCATGCAAA 27540 
Qy 951 GTATTTCCMGCCCTTTGCCTACGCACTCGCACTCCMGAATGCGGCTTTGATGAGGTCT 1010 

lllllllllllll IIIIIMIIIIIIIIIIIIIIillllllllllllllllllllllll 

Db 27539 GTATTTCCAAGCCATTTGCCIACGCACTCGCACTCCMGAATGCGGCTTTGATGAGGTCT 27480 
Qy 1011 CTGCATCCGTGGCCTTGGAACCCTCCGGTGAGGCCTTCAACGAACTTTCCCTCGACGGCG 1070 

IIIIIIIIIIIMIIIIII IIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIII 

Db 27479 CTGCATCCGTGGCCTTGGAGCCCTCCGGTGAGGCCTTCMCGMCTTTCCCTCGACGGCG 27420 
Qy 1071 AAAACCGCCCCATGMCCCCATGATCMCGCCGGCGCGATCGCCATCMCCAGCTGATCA 1130 

IIIIIIIIIIIIMMIIINIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIII 

Db 27419 AAAACCGCCCCATGAACCCCATGATCAACGCCGGCGCGATCGCCATCAACCAGCTGATCA 27360 
Qy 1131 ACGGCTCCGACTCCACCGTGGAAGACCGAGTGGAAAAAATCCGACACTACTTCTCTGAAC 1190 

MINIMI 1 1 1 1 1 1 1 1 ; I I I I M M II II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

Db 27359 ACGGCTCCGATTCCACCGTGGAAGACCGCGIGGAAAAAATCCGACACTACTTCTCTGAAC 27300 
Qy 1191 ITGCTGGACGCGAACTCACCATCGACCGCGTGCTIGCCGAATCCGAACTCGCCGGCGCCG 1250 

MMMMMMMMMMIIIMIIIIIIIIMMMMMMMMMMMIIMI 

Db 27299 TTGCTGGACGCGAACTCACCATCGACCGCGTGCTTGCCGAATCCGAACTCGCCGGCGCCG 27240 
Qy 1251 ACCGCAACCTCTCCATCGCCCACAIGCTGCGCAACTATGGCGTCATCGAAGACGAAGCCC 1310 

IIIIIIIIIIIIIIIIIIMMIIIIIIIIIIII II lllllllllllllllllllll 

Db 27239 ACCGCAACCTCTCCATCGCCCACATGCTGCGCAATTACGGCGTCATCGAAGACGAAGCCC 27180 



Db 26759 ACACCACCTTCATCCAAATGCAGGGCGCCATGAACTTCTCCGCCAGCGAAAGCTTCCTCC 26700 
Qy 1791 ACGCCATCGTGGAACACAACTTTGAAGGCACCGAAGTTGTTCTTGATCTCACCCGAGTAC 1850 

MIMMMMMMMMMIIIIIIIMIIMMMMMMMMMMMIIMM 

Db 26699 ACGCCATCGTGGAACACAACTTTGAAGGCACCGAAGT1GTTCT1GATCTCACCCGAGTAC 26640 

Qy 1851 TTAGCTTCCACCCCGTAGCCATCCGCAIGATCAAAGAAGGCCTCAAACGCATCCGCGACG 1910 

MIMMMMMMMMMIIMIIIMIIMIIMMMMMMMMMIIMM 

Db 26639 TTAGCTTCCACCCCGTAGCCAICCGCATGATCAAAGAAGGCCTCAAACGCATCCGCGACG 26580 
Qy 1911 CAGGCTTTGAGGTGTTCATCCICGACCCAGAIGACGTACTGCCCGATTTCATGTTTTCCG 1970 

MIMMMMMMMMMIIMIIIMIIMIIMMMMMMMMMIIMM 

Db 26579 CAGGCTTTGAGGTGTTCATCCTCGACCCAGATGACGTAC1GCCCGATITCATGTTTTCCG 26520 
Qy 1971 ACGGCACCATCTGCAAAGAACGAGTGTGACCGGTAGCTTTATGGTCTGAACAA1TCGAAG 2030 

MIMMMMMMMMMIIIIIIIMIIMMMIIMM lllllllllll III 

Db 26519 ACGGCACCATCTGCAAAGAACGAGTGTGACCGGTAGCTTTATGGGCTGAACAATTCTAAG 26460 
Qy 2031 GAGATTAATCGGTGAAAAAGAAGCTTATGITGCCTTTGATTGTTGCAGCTTTGGGATTAA 2090 

III I III IIIIMMMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII III 

Qy 2091 GTGCCTGCAG 2100 

IMMMMI 
Db 26399 GTGCCTGCAG 26390 



Qy 1311 ACGACGCCGTCCTCAGCTACACGCTGCAATGTGCCATCAAAGTAACCACGCGCGACCTCG 1370 

IIIIIIIIIIIIIIIIIIMIIIIIIIIIII lllllllllllllllllllllllllll 
Db 27179 ACGACGCCGTCCTCAGCTACACGCTGCAATGCGCCATCAAAGTAACCACGCGCGACCTCG 27120 

Qy 1371 CAGTCATGACCGCCACGCTCGCCGCCGGCGGCACGCACCCAATTACCGGCAAGAAGCTTC 1430 

llllllllllllllllllllllllllllllllll llllllllllllllllllllllll 

Qy 1431 TCGACGCCCGCGTCTGCCGCCTCACCCTCTCCGTCATGGCTTCAGCAGGCATGTACGACG 1490 

IIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 

Db 27059 TCGACGCCCGCGTCTGCCGCCTCACCCTCTCCGTCATGGCTTCAGCAGGCATGTACGACG 27000 
Qy 1491 AGGCAGGGCAGTGGCTCTCCACCGTAGGCATCCCCGCGAAATCAGGAGTCGCCGGCGGAC 1550 

IIIIIIIIIIIIIIIIIIMMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 

Db 26999 AGGCAGGGCAGTGGCTCTCCACCGTAGGCATCCCCGCGAAATCAGGAGTCGCCGGCGGAC 26940 

Qy 1551 TCATCGGCATTCTGCCAGGTCAGCTGGGCATCGCCACATTTTCCCCACGCCTGAACCCCA 1610 

IIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 
Db 26939 TCATCGGCATTCTGCCAGGTCAGCTGGGCATCGCCACATTTTCCCCACGCCTGAACCCCA 26880 

Qy 1611 AAGGCAACAGCGTGCGCGGCGTAAAAATATTCAAACAGCTTTCCGACGACATGGGCCTCC 1670 

IIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 
Db 26879 AAGGCAACAGCGTGCGCGGCGTAAAAATATTCAAACAGCTTTCCGACGACATGGGCCTCC 26820 

Qy 1671 ACCTTATGTCCACCGAGCAGGTATCCGGCCACGCAGTACGATCCATTACGCGGGACGGCG 1730 

III MIMMMMMMIIIMIIIIIIIIMMMMMIM llllllllllll 

Db 26819 ACCTCATGTCCACCGAGCAGGTATCCGGCCACGCAGTACGATCCATCACGCGGGACGGCG 26760 
Qy 1731 ACACCACCTTCATCCAAATGCAGGGCGCCATGAACTTCTCAGCCAGCGAAAGCTTCCTCC 1790 



RESULT 4 
BX927155/C 

LOCUS BX927155 349136 bp DNA linear BCT 14-NOV-2006 

DEFINITION Corynebacterium glutamicum AICC 13032, IS fingerprint type 4-5, 
complete genome; segment 8/10. 

ACCESSION BX927155 BX927147 

VERSION BX927155.1 GI : 41326514 

KEYWORDS complete genome. 

SOURCE Corynebacterium glutamicum ATCC 13032 
ORGANISM Corynebacterium glutamicum ATCC 13032 

Bacteria; Actinobacteria; Actinobacteridae; Actinomycetales; 
Corynebacterineae; Corynebacteriaceae; Corynebacterium. 
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